ALX-156 PCT 



SEQUENCE LISTING 

<ilO> Wang, Yi 

\ Mueller, John P. 
\ Matis, Louis A. 
<12 0>\Chimeric Protiens and uses thereof for the Diagnosis, 

prevention, and Treatment of Diabetes 
<130> MvX-156 PCT 
<140> Nocv Yet Assigned 
<141> 1998V12-18 
<150> 60/0^8,648 
<151> 1997-P2-22 
<160> 37 \ 
<170> PatentliAVer. 2.0 
<210> 1 \ 
<211> 160 \ 
<212> PRT \ 
<213> Artificial Sequence 
<220> \ 

<223> Description of \Artif icial Sequence : IG1 Fusion 

Protein \ 
<400> 1 \ 

Met Phe Val Asn Gin His NLeu Cys Gly Ser His Leu Val Glu Ala Leu 

1 5 \ 10 15 

Tyr Leu Val Cys Gly Glu Arg Gly Phe Phe Tyr Thr Pro Lys Thr Arg 

20 \ 25 30 

Arg Glu Ala Glu Asp Leu Asn VetNTyr Ala Met Met lie Ala Arg Phe 

35 \°|\ 45 

Lys Met Phe Pro Glu Val Lys GlV Lys Gly Met Ala Ala Leu Pro Arg 

50 55 \ 60 

Leu lie Ala Phe Thr Ser Glu Lys SVs Leu Glu Leu Ala Glu Tyr Leu 
65. 70 \ 75 80 

Tyr Asn lie lie Lys Asn Arg Glu Gl\ Tyr Glu Met Val Phe Asp Gly 

85 \ 90 95 

Lys Pro Gin His Thr Asn Val Cys Phe \rp Tyr lie Pro Pro Ser Leu 

100 105 V 110 

Arg Thr Leu Glu Asp Asn Glu Glu Arg Met\Ser Arg Leu Ser Lys Val 

115 120 \ 125 

Ala Pro Val lie Lys Ala Arg Met Met Glu Tyr Gly Thr Thr Met Val 

130 135 \ 140 

Ser Tyr Gin Pro Leu Gly Asp Lys Val Asn Hi^vHis His His His His 
145 150 155 \ 160 

<210> 2 \ 
<211> 180 \ 
<212> PRT \ 
<213> Artificial Sequence \ 
<220> \ 
<223> Description of Artificial Sequence : IG2 Fusion. 

Protein \ 
<400> 2 \ 
Met Phe Val Asn Gin His Leu Cys Gly Ser His Leu Val GJSu Ala Leu 

1 5 10 \ 15 

Tyr Leu Val Cys Gly Glu Arg Gly Phe Phe Tyr Thr Pro Lys\rhr Arg 

20 25 30 \ 

Arg Glu Ala Glu Asp Leu Met Asn lie Leu Leu Gin Tyr Val Va\l Lys 

35 40 45 \ 

Ser Phe Asp Asn Met Tyr Ala Met Met lie Ala Arg Phe Lys Met Vhe 
50 55 60 \ 

l 
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:o Glu Val Lys Glu Lys Gly Met 

70 

Ph^Thr Ser Glu His Ser His Phe 

85 

Ala G\u Tyr Leu Tyr Asn lie lie 
100 

Val Phe\Asp Gly Lys Pro Gin His 
si 5 120 
Pro Pro S^r Leu Arg Thr Leu Glu 

130 \ 135 
Leu Ser Lysyal Ala Pro Val lie 
145 \ 150 

Thr Thr Met Va^ Ser Tyr Gin Pro 

, 165 

His His His His" 
180 

<210> 3 
<211> 144 
<212> PRT 

<-213> Artificial Sequence 
<220> 

<223> Description of Artificial 

Protein 
<400> 3 

Met Phe Val Asn Gin His Le\ Cys 

1 5 
Tyr Leu Val Cys Gly Glu Arg C^.y 
20 

Arg Glu Ala Glu Asp Leu Met Asi 
35 40 
Ser Phe Asp Asn Met Tyr Ala Met 

50 55 
Pro Glu Val Lys Glu Lys Gly Met 

65 70 
Phe Thr Ser Glu His Ser His Phe 

85 

Ala Glu Tyr Leu Tyr Asn lie lie 
100 

Val Phe Asp Gly Lys Pro Gin His 
115 120 
Pro Pro Ser Leu Arg Thr Leu Glu 

130 135 
<210> 4 
<211> 181 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial 

Protein 
<400> 4 

Met Phe Val Asn Gin His Leu Cys 

1 5 
Tyr Leu Val Cys Gly Glu Arg Gly 
20 

Arg Glu Ala Glu Asp Leu Gin Val 
35 40 
Pro Gly Ala Gly Ser Leu Gin Pro 



90 



105 



Leu 


Pro 


Arg 


Leu 


He 


Ala 


75 










80 


Lys 


Lys 


Cys 


Leu 


Glu 


Leu 










95 




Arg 


Glu 


Gly 


Tyr 


Glu 


Met 








110 






Val 


Cys 


Phe 


Trp 


Tyr 


He 






125 








Glu 


Glu 


Arg 


Met 


Ser 


Arg 




140 










Arg 


Met 


Met 


Glu 


Tyr 


Gly 


155 










160 


Asp 


Lys 


Val 


Asn 


His 


His 



170 



175 



Sequence : IG3 Fusion 



Gly Ser His 
10 

Phe Phe Tyr 

IleVLeu Leu 

t He Ala 

AlaVAla Leu 
75 

Ser L^feu Lys 
9 

Lys Asn\Arg 
105 

Thr Asn Vhl 



Leu 


Val 


Glu 


Ala 


Leu 








15 




Thr 


Pro 


Lys 


Thr 


Arg 






30 






Gin 


Tyr 


Val 


Val 


Lys 




45 








Arg 


Phe 


Lys 


Met 


Phe 



Asp Asn His 




Leu He Ala 
80 

Leu Glu Leu . 
95 

Tyr Glu Met 
110 

Trp Tyr He 
His His His 



Sequence : IG4 Fusiori 



Gly Ser His Leu Val 
10 

Phe Phe Tyr Thr Pro 
25 

Gly Gin Val Glu Leu 

45 

Leu Ala Leu Glu Gly 
2 



Glu Ala Leu 

\ 15 

Lys Thr Arg 

30 \ 
Gly Gly^Gly 

Ser Leu Gin 
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50 55 
Lys Arg Gly Thr Asn Met Phe Thr 

65\ 70 
Leu IS^u Glu Tyr Val Thr Leu Lys 

85 

Pro Gl^Gly Ser Gly Asp Gly Gly 
100 

Val Val LVs Ser Phe Asp Asn Met 
llV; 120 
Lys Met Phe\Pro Glu Val Lys Glu 

130 \ 135 

Leu Gly Gly G1V lie Ala Phe Thr 
145 \ 150 

Lys Lys Gly Ala Via Ala Leu Gly 

^5 

His His His His Hi 
180 

<210> 5 
<211> 232 
<212> PRT 

<213> Artificial Sequenc 
<220> 

<223> Description. of Artif\cial 

Protein 
<400> 5 

Met Phe Val Asn Gin His Leu C 

1 5 
Tyr Leu Val Cys Gly Glu Arg Gly 
20 

Arg Glu Ala Glu Asp Leu Gin Val 
35 40 
Pro Gly Ala Gly Ser Leu Gin Pro 

50 .55 
Lys Arg Gly Thr Asn Met Phe Thr 

65 70 
Leu Leu Glu Tyr Val Thr Leu Lys 

85 

Pro Gly Gly Ser Gly Asp Gly Gly 
100 

Val Val Lys Ser Phe Asp Asn Met 
115 120 
Lys Met Phe Pro Glu Val Lys Glu 

130 135 
Leu Gly Gly Gly lie Ala Phe Thr 
145 150 
Lys Lys Gly Ala Ala Ala Leu Gly 

165 

Gly Gly Tyr lie Pro Pro Ser Leu 
180 

Arg Met Ser Arg Leu Ser Lys Val 
195 200 
Met Glu Tyr Gly Thr Thr Met Val 

210 215 
Val Asn His His His His His His 
225 230 
<210> 6 
<211> 393 



Tyr Glu 

Lys Met 
90 

Gly Met 
105 

Tyr Ala 

Lys Gly 

Ser Glu 

He Gly 
170 



He 
75 
Arg 



60 
Ala 



. Glu 
He 
Met Met 



Asn 



Met 

His 
155 
Thr 



Ala 
140 
Ser 

Asp 



Pro Val 

He He 

Leu Leu 
110 
He Ala 
125 

Ala Leu 
His Phe 
Ser Val 



Phe Val 
80 

Gly Trp 
95 

Gin Tyr 

Arg Phe 

Pro Arg 

Ser Leu 
160 
He His 
175 



Sequence : IG5 Fusion 



A 



Gly Ser His Leu Val Glu Ala Leu 
10 15 
>he Phe Tyr Thr Pro Lys Thr Arg 
V ;5 30 
Gl\ Gin Val Glu Leu Gly Gly Gly 

45 

Leu ka Leu Glu Gly Ser Leu Gin 
60 

Tyr GluVlle Ala Pro Val Phe Val 
.7 5 80 
Lys Met a\a Glu He He Gly Trp 

90 \ 95 
Gly Met AsnVle Leu Leu Gin Tyr 
105 \ HO 

Tyr Ala Met Me^ He Ala Arg Phe 

125 

Lys Gly Met Ala 3^1 a Leu Pro Arg 
140 

Ser Glu His Ser Hik Phe Ser Leu 
155 \ 160 

He Gly Thr Asp Ser Val He Gly 

170 \ 175 

Arg Thr Leu Glu Asp Asi\g1u Glu 
185 190 
Ala Pro Val He Lys Ala 

205 

Ser Tyr Gin Pro Leu Gly 
220 ■ 
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<212> PRT 

<2l\> Artificial Sequence 
<22o\ 

<223>\pescription of Artificial Sequence : IG6 Fusion 

Protein 
<400> 6\ 



Met 


Phe 


Val 


Asn 


Gin 


His 


Leu 


Cys 


Gly 


Ser 


His 


Leu 


Val 


Glu 


7\1 - 

Aia 


Leu 


1 








5 










10 










T C 

1 b 




Tyr 


Leu 


Var 


\Cys 


Gly 


Glu 


Arg 


Gly 


Phe 


Phe 


Tyr 


Thr 


Pro 


Lys 


Thr 


Arg 








\2 0 










2 5 
















Arg 


Glu 


Ala 


GJsu 


Asp 


Leu 


Gin 


Val 


Gly 


Gin 


Val 


Glu. 


Leu 


Gly 


Gly 


Gly 






35 










40 










4 o 








Pro 


Gly 


Ala 


Gly 


\Ser 


Leu 


Gin 


Pro 


Leu 


Ala 


Leu 


Glu 


Gly 


Ser 


Leu 


Gin 




50 










55 










D U 










Lys 


Arg 


Gly 


Thr 


As*n 


Met 


Phe 


Thr 


Tyr 


Glu 


He 


Ala 


Pro 


val 


Pne 


val 


65 










7 0 










—i r- 

/ 5 










Q A 
O U 


Leu 


Leu 


Glu 


Tyr 


Val 


Vhr 


Leu 


Lys 


Lys 


Met 


Arg 


Glu 


lie 


Tl A 

lie 


/-I "1 , r 

Gly 


Trp 










8 5 




















y b 




Pro 


Gly 


Gly 


Ser 


Gly 


Aspt 


Gly 


Gly 


Gly 


Met 


Asn 


He 


Leu 


Leu 


Pi _ 

Gin 


Tyr 








100 










10 5 










1 1 A 
11U 






Val 


Val 


Lys 


Ser 


Phe 


Asp 


Asn 


Met 


Tyr 


Ala 


Met 


Met 


He 


Ala 


Arg 


Pne 






115 










12 0 










IOC 








Lys 


Met 


Phe 


Pro 


Glu 


Val 


Lys\ 


Glu 


Lys 


Gly 


Met 


Ala 


Ala 


Leu 


Pro 


Arg 




130 










13 5 










-14 0 










Leu 


Gly 


Gly 


Gly 


lie 


Ala 


Phe 


Thr 




Glu 


His 


Ser 


TT 4 t~t 

HIS 


rfie 


Ser 


Leu 


145 










15 0 










"ICC 

lb b 












Lys 


Lys 


Gly 


Ala 


Ala 


Ala 


Leu 


Gly^ 


vile 


Gly 


Thr 


Asp 


Ser 


vai 


lie 


Cjiy 










165 










170 










1 / b 




Gly 


Gly 


lie 


Glu 


His 


Asp 


Pro 


Arg 


Me^ 


Pro 


Ala 


Tyr 


He 


Ala 


Thr 


Gin 








180 










18EK 










iyu 






Gly 


Pro 


Leu 


Ser 


His 


Thr 


lie 


Ala 


Asp 


>Phe 


Trp 


Gin 


Met 


Val 


Trp 


Glu 






195 










2 00 










o r\ c 
2. U b 








Ser 


Gly 


Cys 


Thr 


Val 


lie 


Val 


Met 


Leu 


Tnr 


Pro 


Leu 


Val 


Glu 


Asp 


Lriy 




210 










215 










**> o n 










Val 


Lys 


Gin 


Cys 


Asp 


Arg 


Tyr 


Trp 


Pro 


Asp 


siu 


Gly 


Ala 


Ser 


Leu 


Tyr 


225 










O "5 A 

2 3 0 










o\ c 










o <± n 


His 


Val 


Tyr 


Glu 


Val 


Asn 


Leu 


Val 


Ser 


Glu 


Hik 


lie 


Trp 


Cys 


CjlU 


Asp 










245 










o c r\ 










nee 
Z 3D 




Phe 


Leu 


Val 


Arg 


Ser 


Phe 


Tyr 


Leu 


Lys 


Asn 


Val 


Gin 


Thr 


Gin 


pi ., 
GlU 


inr 








260 










2 65 










2 / V 






Arg 


Thr 


Leu 


Thr 


Gin 


Phe 


His 


Phe 


Leu 


Ser 


Trp 


Pro\ 


Ala 


GlU 


Cjiy 


Thr 






275 










1 o r\ 

2 8 0 










id o b 








Pro 


Ala 


Ser 


Thr 


Arg 


Pro 


Leu 


Leu 


Asp 


Phe 


Arg 


Arg 


Lys 


vai 


Asn 


Lys 




290 










2 95 










• 1 Art 










Cys 


Tyr 


Arg 


Gly 


Arg 


Ser 


Cys 


Pro 


lie 


He 


Val 


HIS 


Cys^ 


v Ser 


Asp 




305 










310 










315 










320 


Ala 


Gly 


Arg 


Thr 


Gly 


Thr 


Tyr 


He 


Leu 


He 


Asp 


Met 


Val 


l\u 


Asn 


Arg 










325 










330 










335 




Met 


Ala 


Lys 


Gly 


Val 


Lys 


Glu 


He 


Asp 


He 


Ala 


Ala 


Thr 


Leu 


SGlu 


His 








340 










345 










350 






Val 


Arg 


Asp 


Gin 


Arg 


Pro 


Gly 


Leu 


Val 


Arg 


Ser 


Lys 


Asp 


Gin 


Ptte 


Glu 






355 










360 










365 








Phe 


Ala 


Leu 


Thr 


Ala 


Val 


Ala 


Glu 


Glu 


Val 


Asn 


Ala 


He 


Leu 


Lys 


Via 




370 










375 










380 











Leu Pro Gin His His His His His His 
385 390 
<210> 7 
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<211> 444 
<2^S2> PRT 

<213S> Artificial Sequence 
<220 

<223> description of Artificial 

Protein 
<400> 7 

Met Phe vkl Asn Gin His Leu Cys 

1 \ 5 

Tyr Leu Val^Tys Gly Glu Arg Gly 
10 

Arg Glu Ala GlNu Asp Leu Gin Val 
35 \ 40 
Pro Gly Ala Gly >Ser Leu Gin Pro 

50 \ 55 

Lys Arg Gly Thr As^j Met Phe Thr 

65 \ 70 

Leu Leu Glu Tyr Val \hr Leu Lys 

85 

Pro Gly Gly Ser Gly As^ Gly Gly 
100 

Val Val Lys Ser Phe Asp Asn Met 
115 \ 120 

Lys Met Phe Pro Glu. Val Lys^Glu, 

130 135 
Leu Gly Gly Gly lie Ala Phe 
145 150 
Lys Lys Gly Ala Ala Ala Leu Gly' 

165 

Gly Gly Tyr lie Pro Pro Ser Leu 
180 

Arg Met Ser Arg Leu Ser Lys Val 
195 ' 200 

Met Glu Tyr Gly Thr Thr Met Val 

210 215 
Val Asn Gly Gly Gly lie Glu His 
225 230 
Ala Thr Gin Gly Pro Leu Ser His 

245 

Val Trp Glu Ser Gly Cys Thr Val 
260 

Glu Asp Gly Val Lys Gin Cys Asp 
275 280 
Ser Leu Tyr His Val Tyr Glu Val 

290 295 
Cys Glu Asp Phe Leu Val Arg Ser 
305 310 
Gin Glu Thr Arg Thr Leu Thr Gin 

325 

Glu Gly Thr Pro Ala Ser Thr Arg 
340 

Val Asn Lys Cys Tyr Arg Gly Arg 
355 360 
Ser Asp Gly Ala Gly Arg Thr Gly 

370 375 
Leu Asn Arg Met" Ala Lys Gly Val 
385 390 



Sequence : IG7 Fusion 



Gly 


Ser 


His 


Leu 


Val 


Glu 


Ala 


Leu 




10 










15 




Phe 


Phe 


Tyr 


Thr 


Pro 


Lys 


Thr 


Arg 


25 










30 






Gly 


Gin 


Val 


Glu 


Leu 


Gly 


Gly 


Gly 










45 








Leu 


Ala 


Leu 


Glu 


Gly 


Ser 


Leu 


Gin 








60 










Tyr 


Glu 


He 


Ala 


Pro 


Val 


Phe 


Val 






75 










80 


Lys 


Met 


Arg 


Glu 


He 


He 


Gly 


Trp 




90 










95 




Gly 


Met 


Asn 


He 


Leu 


Leu 


Gin 


Tyr 


105 










110 






Tyr 


Ala 


Met 


Met 


He 


Ala 


Arg 


Phe 



125 
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Leu Glu His Val Arg Asp Gin Arg Pro Gly Leu Val Arg Ser Lys Asp 

\ ■ 405 410 415 

GlnVhe Glu Phe Ala Leu Thr Ala Val Ala Glu Glu Val Asn Ala lie 

\ 420 425 430 

Leu Lyfe Ala Leu Pro Gin His His His His His His 

\435 440 
<210> 8V 
<211> 173V 
<212> PRt\ 

<213> Artificial Sequence 
<220> \ 

<223> Description of Artificial Sequence : IG4NHB 

hypothetical fusion protein 
<400> 8 \ 

Met Phe Val AsnNGln His Leu Cys Gly Ser His Leu Val Glu Ala Leu 

1 \ 5 10 15 

Tyr Leu Val Cys g\v Glu Arg Gly Phe Phe Tyr Thr Pro Lys Thr Arg 

20 \ 25 30 

Arg Glu Ala Glu Asp\Leu Gin Val Gly Gin Val Glu Leu Gly Gly Gly 

35 \ 40 45 

Pro Gly Ala Gly Ser Lmi Gin Pro Leu Ala Leu Glu Gly Ser Leu Gin 

50 \ 55 60 

Lys Arg Gly Met Asn Ile\Leu Leu Gin Tyr Val Val Lys Ser Phe Asp 
65 70 \ 75 80 

Asn Met Tyr Ala Met Met l\e Ala Arg Phe Lys Met Phe Pro Glu Val 

85 \ 90 95 

Lys Glu Lys Gly Met Ala Ala\Leu Pro Arg Leu lie Ala Phe Thr Ser 

ioo \ Aos 110 

Glu His Ser His Phe Ser Leu l\s/ iys Cys Leu Glu Leu Ala Glu Tyr 

115 12(3 125 

Leu Tyr Asn lie lie Lys Asn Arg\Glu Gly Tyr Glu Met Val Phe Asp 

130 135 \ 140 

Gly Lys Pro Gin His Thr Asn Val cVs Phe Trp Tyr lie Pro Pro Ser 
145 150 \ 155 160 

Leu Arg Thr Leu Glu Asp Asn His His\His His His His 

165 \70 
<210> 9 \ 
<211> 3 \ 
<212> PRT * \ 

<213> Artificial Sequence \ 
<220> \ 
<223> Description of Artificial Sequence : Helix breaker 
<400> 9 \ 
Pro Pro Pro \ 

1 \ 
<210> 10 \ 
<211> 3 \ 
<212> PRT \ 
<213> Artificial Sequence \ 
<220> \ 
<223> Description of Artificial Sequence : Helix breaker 
<400> 10 \ 
Gly Gly Gly \ 

1 \ 
<210> 11 \ 
<211> 139 \ 
<212> DMA \ 

6 \ 
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Hi 



<2 
<2 
<22 
<400 

catat^rttcg 
tgcggtgraac 
atgtatgVca 
<210> 12 



Artificial Sequence 

Artificial Sequence :prlGl primer 



Description of 
11 

ttaaccagca tctgtgtggc tctcacctgg ttgaagccct 
gcggcttttt ctacaccccg aaaacccgtc gtgaagcgga 
tgatgatcg 



gtatctggtt 
agatctgaac 



60 

120 

139 



143\ 
DNA 
ArtiJ 



<211> 
<212> 
<213> 
<220> 
<223> 
<400> 
ggtttttaat 
caatcagacg 
gcgcgatcat 
<210> 13 
<211> 



Descri 
12 



icial Sequence 

tion of Artificial Sequence : prIG2 primer 



gat^ttgtac agatattccg ccagttccag acatttttca 
gccatacctt tttctttaac ttccgggaac 
catg^catac atg 



gaggtaaagg 
attttaaagc 



60 

120 

143 



<212> 
<213> 
<220> 
<223> 
<400> 



138 
DNA 

Artificial 



kquence 



Description 
13 

gtacaacatc attaaaaacc 
taccaacgtt tgcttttggt 



Artificial Sequence : prIG3 primer 



jcgaaggcta tgaaatggtt 
;atcccgcc gagcctgcgt 



ttcgatggta 
accctggaag 



aaccgcagca 
ataacgaaga 



acgcatgagc 
<210> 14 



cgtctgtc 



60 

120 

138 



<211> 
<212> 
<213> 
<22 0> 
<223> 
<400> 

ggatccttaa 
catggtggtg 
gctcatgcgt 
<210> 15 



132 
DNA 

Artificial 



Description 
14 

tggtgatggt 
ccatattcca 
tc 



Sequence 

of Artificial Sequence :prIG4 primer 



gatggtggVt aactttatca cccagcggct 
tcatgcgccfc tttaataacc ggggcaactt 



ggtagctaac 
tagacagacg 



60 

120 

132 



<211> 
<212> 
<213> 
<220> 
<223> 
<400> 

catatgttcg 
<210> 16 



18 
DNA 

Artificial 



Description 
15 

ttaaccag 



Sequence 
of Artificial Seque 



primer 



18 



18 
DNA 

Artificial 



<211> 
<212> 
<213> 
<220> 
<223> 
<400> 

ggatccttaa 
<210> 17 
<211> 492 
<212> DNA 
<213> Artificial 



Description 
16 

tggtgatg 



Sequence 

of Artificial Sequence : priG6 primer 



18 



Sequence 
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<220> 

3> Description of Artificial Sequence : IG1 Fusion 
Protein coding sequence 
<400\ 17 

catatgttcg ttaaccagca tctgtgtggc tctcacctgg ttgaagccct 
tgcggtgaac gcggcttttt ctacaccccg aaaacccgtc gtgaagcgga 
atgtatgoca tgatgatcgc gcgctttaaa atgttcccgg. aagttaaaga 
gccgcgctgc cgcgtctgat tgcctttacc tctgaaaaat gtctggaact 
ctgtacaaca\tcattaaaaa ccgcgaaggc tatgaaatgg ttttcgatgg 
cataccaacg \ttgcttttg gtacatcccg ccgagcctgc gtaccctgga 
gaacgcatga gc^cgtctgtc taaagttgcc ccggttatta aagcgcgcat 
ggcaccacca tggftagcta ccagccgctg ggtgataaag ttaaccacca 
cattaaggat cc 
<210> 18 
<211> 64 
<212> DNA 

<213> Artificial Se^ence 
<220> 

<223> Description of Artificial Sequence : prIG7 primer 
<400> 18 

agate tgatg aacattctgc 
gatg 

19 
78 
DNA 

Artificial Sequence 



tg\agtatgt tgttaaaagc ttcgataaca 




gtatctggtt 60 
agatctgaac 120 
aaaaggtatg 180 
ggeggaatat 240 
taaaccgcag 300 
agataacgaa 3 60 
gatggaatat 42 0 
tcaccatcac 480 
492 



tgtatgecat 60 
64 



equence : prIG8 primer 
tDsttcagaga aaaatggcta 



<210> 
<211> 
<212> 
<213> 
<220> 

<223> Description of Artificial 
<400> 19 

tgtacagata ttccgccagt tccagacatt 
taaaggcaat cagacgeg 
<210> 20 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence :p 
<400> 20 

tgtacagata ttccgccagt tccagac 
<210> 21 
<211> 552 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : IG2 Fusion 

Protein coding sequence 
<400> 21 

catatgttcg ttaaccagca tctgtgtggc tctcacctgg ttgaagccct 
tgcggtgaac gcggcttttt ctacaccccg aaaacccgtc gtgaagcgga 
aacattctgc tgcagtatgt tgttaaaagc ttcgataaca tgtatgecat 
cgctttaaaa tgttcccgga agttaaagaa aaaggtatgg ccgcgctgcc 
gcctttacct ctgaacatag ccatttttct ctgaaaaaat gtctggaact 
ctgtacaaca tcattaaaaa ccgcgaaggc tatgaaatgg ttttcgatgg 
cataccaacg tttgcttttg gtacatcccg ccgagcctgc gtaccctgga 
gaacgcatga gccgtctgtc taaagttgcc ccggttatta aagcgcgcat 
ggcaccacca tggttagcta ccagccgctg ggtgataaag ttaaccacca 
cattaaggat cc 

8 



tgttcagagg 60 
78 



27 



tatctggtt 60 
agatctgatg 120 
gaogatcgeg 180 
gcgoctgatt 240 
ggeggaatat 3 00 
taaaccgcag 360 
agataacgaa 42 0 
gatggaat a£ 4 80 
t caeca tca\ 54 0 
552 
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22 
46 
DNA 

Artificial Sequence 

)escription of Artificial Sequence :prIG13 primer 



<210> 
<211> 
<2l\> 
<213 
<220>> 
<223> 
<400> 

ggatcctt^ia atggtgatgg tgatggtggt tatcttccag ggtacg 
<210> 23 
<211> 444 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : IG3 Fusion 

Protein Voding sequence 
<400> 23 

catatgttcg ttaac^cagca tctgtgtggc tctcacctgg ttgaagccct 
tgcggtgaac .gcggcktttt ctacaccccg aaaacccgtc gtgaagcgga 
aacattctgc tgcagtktgt tgttaaaagc ttcgataaca tgtatgccat 
cgctttaaaa tgttcccgrga agttaaagaa aaaggtatgg ccgcgctgcc 
gcctttacct ctgaacatag ccatttttct ctgaaaaaat gtctggaact 
ctgtacaaca tcattaaaaa ccgcgaaggc tatgaaatgg ttttcgatgg 
cataccaacg tttgcttttg\ gtacatcccg ccgagcctgc gtaccctgga 
catcaccatc accattaagg ?tcc 
<210> 24 
<211> 555 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : IG4 Fusion 

Protein coding sequence 
<400> 24 

catatgttcg ttaaccagca tctgtgtggc 
tgcggtgaac gcggcttttt ctacacccc 
gtggggcagg tggagctggg cgggggccct 
gaggggtccc tgcagaagcg tggcactaac 
gtgcttttgg aatatgtcac actaaagaaa 
tctggcgatg gaggcggtat gaacattctg 
atgtatgcca tgatgatcgc gcgctttaaa 
gccgcgctgc cgcgtctggg aggcggtatt gccVttacct ctgaacatag 
ctgaaaaaag gagctgcagc cttagggatt ggaax^agaca gcgtgattca 
caccattaag gatcc 
<210> 25 
24 
DNA 

Artificial Sequence 



gtatctggtt 
agatctgatg 
gatgatcgcg 
gcgtctgat t 
ggcggaatat 
taaaccgcag 
agataaccac 



A 



tctcacctgg ttgaagccct 
aaaacccgtc gtgaagcgga 
ggtgcaggca gcctgcagcc 
itgttcacct atgaaattgc 
jagagaaa tcattggctg 
cfegcagtatg ttgttaaaag 
atgttcccgg aagttaaaga 



gtatctggtt 
agatctgcag 
cttggccctg 
tccagtattt 
gccagggggc 
cttcgataac 
aaaaggtatg 
ccatttttct 
ccatcaccat 



<211> 
<212> 
<213> 
<220> 
<223> 
<400> 



Description of Artificial Sequence tprl^Gl 4 primer 
25 

catatgttcg ttaaccagca tctg 
<210> 26 
<211> 69 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : prIGIS pr\mer 
<400> 26 

9 



46 



60 

120 

180 

240 

300 

360 

420 

444 



60 

120 

180 

240 

300 

360 

420 

480 

540 

555 



24 



ALX-156 PCT 



jctgcctgca ccagggcccc cgcccagctc cacctgcccc acctgcagat cttccgcttc 60 
rgacgggt 6 9 



ctgcaccagg 60 
66 



cacgcttctg 60 
69 



aaagcacaaa 60 
69 



<210\ 27 
<211>\66 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : prIG16 primer 
<400> 27 

agtgccacgc t\ctgcaggg acccctccag ggccaagggc tgcaggctgc 
gccccc 
<210> 28 
<211> 69 
<212> DNA 

<213>. Artificial Sequence 
<220> 

<223> Description ofN^rtif icial Sequence : prIG17 primer 
<400> 28 

ttccaaaagc acaaatactg g^gcaatttc ataggtgaac atgttagtgc 
cagggaccc 
<210> 29 
<211> 69 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence :prIG18 primer 
<400> 29 

ccctggccag ccaatgattt ctctcatttt \tttagtgtg acatattcca 
tactggagc 
<210> 30 
<211> 69 
<212> DNA 

<213> Artificial Sequence 
' <220> 

<223> Description of Artificial Sequence :^rIGl 9 primer 
<400> 30 

agagaaatca ttggctggcc agggggctct ggcgatggagN^cggtatgaa 
cagtatgtt 
<210> 31 
<211> 68 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223>' Description of Artificial Sequence :prIG2 0 primer 
<400> 31 

cagagaaaaa tggctatgtt cagaggtaaa ggcaataccg cctcccaga 
ggccatac 
<210> 32 
<211> 69 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence :prIG21 primer 
<400> 32 

aatcacgctg tctgttccaa tccctaaggc tgcagctcct tttttcagag aaaaatggc 

10 



cattctgctg 60 
69 



gcggcagcgc 60 
68 



60 



ALX-1 56 PCT 



ription of Artificial Sequence : prIG22 primer 

aacagacag cgtgattgga ggcggttaca tcccgccgag cctgcgtacc 60 



Sequence 



A. 



atgttcaga 
<2\0> 33 
<2l\> 60 
<2 12>\DNA 

<213> Artificial Sequence 
<220> 
<223> De> 
<400> 33 
ttagggattg 
<210> 34 
<211> 24 
<212> DNA 
<213> Artificia 
<220> 

<223> Descript ion\>f Artificial Sequence : prIG23 primer 
<400> 34 

ggatccttaa tggtgatgg\ gatg 
<210> 35 
<211> 708 
<212> DNA 

<213> Artificial Sequence^ 
<220> 

<223> Description of Artifi\ial Sequence : IG5 Fusion 

Protein coding sequenc 
<400> 35 

catatgttcg ttaaccagca tctgtgtg^c "tctcacctgg ttgaagccct 
tgcggtgaac gcggcttttt ctacaccccgV aaaacccgtc gtgaagcgga 
gtggggcagg tggagctggg cgggggccct ggtgcaggca gcctgcagcc 
gaggggtccc tgcagaagcg tggcactaac aWtcacct atgaaattgc 
gtgcttttgg aatatgtcac actaaagaaa atgagagaaa tcattggctg 
tctggcgatg gaggcggtat gaacattctg ctgoagtatg ttgttaaaag 
atgtatgcca tgatgatcgc gcgctttaaa atgtucccgg aagttaaaga 
gccgcgctgc cgcgtctggg aggcggtatt gccttc&cct ctgaacatag 
ctgaaaaaag gagctgcagc cttagggatt ggaacag\ca gcgtgattgg 
attcctccaa gcttgcgtac tctggaagac aatgaagaap gcatgagccg 
gttgccccgg ttattaaagc gcgcatgatg gaatatggc 
ccgctgggtg ataaagttaa ccaccatcac catcaccatt 
<210> 36 
<211> 1191 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : IG6 Fusion^ 

Protein coding sequence 
<400> 36 

catatgttcg ttaaccagca tctgtgtggc tctcacctgg ttgaagccct 
tgcggtgaac gcggcttttt ctacaccccg aaaacccgtc gtgaagcgga 
gtggggcagg tggagctggg cgggggccct ggtgcaggca gcctgcagcc 
gaggggtccc tgcagaagcg tggcactaac atgttcacct atgaaattgc 
gtgcttttgg aatatgtcac actaaagaaa atgagagaaa tcattggctg 
tctggcgatg gaggcggtat gaacattctg ctgcagtatg ttgttaaaag 
atgtatgcca tgatgatcgc gcgctttaaa atgttcccgg aagttaaaga 
gccgcgctgc cgcgtctggg aggcggtatt gcctttacct ctgaacatag 
ctgaaaaaag gagctgcagc cttagggatt ggaacagaca gcgtgattgg 
gagcatgacc ctcggatgcc agcctacata gccacgcagg gcccgctgtc 
gcagacttct ggcagatggt gtgggagagc ggctgcaccg tcatcgtcat 
ctggtggagg atggtgtcaa gcagtgtgac cgctactggc cagatgaggg 

n 



69 



24 



ccaccatggt 
laggatcc 



gtatctggtt 
agate tgcag 
cttggccctg 
tccagtattt 
gecaggggge 
cttcgataac 
aaaaggtatg 
ccatttttct 
aggeggttae 
tctgtctaaa 
tagctaccag 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

708 



tatctggtt 
atetgeag 
ggccctg 
tcd&gtattt 
gecaggggge 
ct tcgVtaac 
aaaagg\atg 
ccattttopt 
aggeggta 
ccataccat* 
gctgaccccg 
tgcctccctc 



60 
120 
180 
240 
300 
360 
420 
480 
540 
.600 
J60 

720 

\ 
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.1 Si 

h 



;cacgtat atgaggtgaa cctggtgtcg gagcacatct ggtgcgagga 
g^agcttct acctgaagaa cgtgcagacc caggagacgc gcacgctcac 
ttcctcagct ggccggcaga gggcacaccg gcctccacgc ggcccctgct 
aggaaggtga acaagtgcta ccggggccgc tcctgcccca tcatcgtgca 
ggtgcgggaa ggaccggcac ctacatcctc atcgacatgg tcctgaaccg 
ggagtgaaggk agattgacat cgctgccacc ctggagcatg tccgtgacca 
cttgtccgct Gtaaggacca gtttgaattt gccctgacag ccgtggcgga 
■gccatcctca ag^ccctgcc ccagcaccat caccatcacc attaaggatc 
<210> 37 
<211> 1344 
<212> DNA 

<213> Artificial Seqi>ence 
<220> 

<223> Description of ArtXficial^ Sequence : 1G7 Fusion 

Protein coding sequei 
<400> 37 

catatgttcg ttaaccagca tctgtgt^gc tctcacctgg ttgaagccct 
tgcggtgaac gcggcttttt ctacaccccg\aaaacccgtc gtgaagcgga 
gtggggcagg tggagctggg cgggggccct gg^tgcaggca gcctgcagcc 
gaggggtccc tgcagaagcg tggcactaac atgttcacct atgaaattgc 
gtgcttttgg aatatgtcac actaaagaaa atgagagaaa tcattggctg 
tctggcgatg gaggcggtat gaacattctg ctgcagbatg ttgttaaaag 
atgtatgcca tgatgatcgc gcgctttaaa atgttcccxjg aagttaaaga 
gccgcgctgc cgcgtctggg aggcggtatt gcctttacct\ctgaacatag 
ctgaaaaaag gagctgcagc cttagggatt ggaacagaca g^gtgattgg 
attcctccaa gcttgcgtac tctggaagac aatgaagaac gca^,gagccg 
gttgccccgg ttattaaagc gcgcatgatg gaatatggca ccao 
ccgctgggtg ataaagttaa cggaggcggt attgagcatg accctc^gat 
atagccacgc agggcccgct gtcccatacc atcgcagact tctggcag; 
agcggctgca ccgtcatcgt catgctgacc ccgctggtgg aggatggtgt" 
gaccgctact ggccagatga gggtgcctcc ctctaccacg tatatgaggt 
tcggagcaca tctggtgcga ggactttctg gtgcggagct tctacctgaa 
acccaggaga cgcgcacgct cacgcagttc cacttcctca gctggccggc 
ccggcctcca cgcggcccct gctggacttc cgcaggaagg tgaacaagtg 
cgctcctgcc ccatcatcgt gcactgcagt gatggtgcgg ggaggaccgg 
ctcatcgaca tggtcctgaa ccgcatggca aaaggagtga aggagattga 
accctggagc atgtccgtga ccagcggcct ggccttgtcc gctctaagga 
tttgccctga cagccgtggc ggaggaagtg aatgccatcc tcaaggccct 
catcaccatc accattaagg atcc 



ctttctggtg 780 
gcagttccac 840 
ggacttccgc 900 
ctgcagtgat 960 
catggcaaaa 1020 
gcggcctggc 1080 
ggaagtgaat 1140 
c 1191 



gtatctggtt 60 
agatctgcag 12 0 
cttggccctg 180 
tccagtattt 240 
gccagggggc 30 0 
cttcgataac 360 
aaaaggtatg 42 0 
ccatttttct 480 
aggcggttac 54 0 
tctgtctaaa 600 
tagctaccag 660 
gccagcctac 720 
ggtgtgggag 78 0 
caagcagtgt 84 0 
g&acctggtg 900 
gaatsgtgcag 960 
agaggsjcaca 10 2 0 
ctaccgg^ggc 1080 
cacctacacc 1140 
catcgctgccNL2 00 
ccagtttgaa 1^60 
gccccagcac 13 2 ( 
1344 



12 



